Figure 1A 
Prostate Derived Ets Factor 

1 GTCTGACTTCCTCCCA>3<^CATTCC 6 0 

6 1 AGTCCTCCAAGCCTGCTGCCAGCTCCCTO^ 12 0 

121 CCAGCAGGCAGCCCTQ3GCTGG^ ISO 

181 TCAGAGGGCCACCCCTTGA<:X^TG^rCAG;>2CCCeAGTO 2 4 0 

241 GCCACCAGCCCTGCTG<:x:ceCTG3TTC^ 3 00 

3 01 CAGTGGCCTCAGCTGCCCA ( 2ACCTCTT02CG^2CCCT^ 3 60 

3 61 CTCCCT0302ACCAG03AOrTAACAGA^CA^CCGCCAG2CCAAACA^A(^2G^2AT<^^3 4 2 0 

1 M G 2 

421 CAG2GCCAGrCCGGGTCT(^AGCAG^GTATCCCCCAGrCACCTCCTGCTG2CCCCCGA(^AC 4 S 0 

3 SASPGLSSV3PSHLLLPPDT 22 

4 81 ©3TGTCGCGGACAGGCTTGGAGAA':3G03:^^^ 54 0 
23 V S RTGL EKAAAGAVGLERRD 42 

541 CTOGAGTCCCAGTCCACCC<G2CACG2CCGAG2AGQ^2:CT(5TCCGCCTTCTACCTCTCCTA 6 0 0 

43 WSPSPPATPEQGLSAFYLSY 62 

601 CTTTGACAT>3CTGTACCCTGAGGACAGrA(^^TGGGCAGCCAAGGCCC 6 6 0 

63 FDMLYPEDSSWAAKAPGAS S 82 

661 TCG^AGGA^CACCT^GGAGCCTGAOIAGTGC^ 7:: (3 

83 REEPPEEPEQCPVIDSQAPA 102 

721 GGGCAGCCTGGACTTG<3TGCCCa^QlGCT<^CCTTGGA^ 7 ^ 0 

103 GSLDLVPGGLTLEEHSLEQV 122 

781 GC AGTCC ATGGTGGTGGGCGAAGTGCTCAAO ^AC ATCGAG ACGGC CTGC AAGCT<3CTCAA 84 0 

123 Q SMVVGEVLKDI ETACKLLN 142 

841 CATCACCGGAGATCCC ATGGACT<3GA<3C CC C AGCAATGTGC AGAAGTGGCTCCTGTGGAC 900 

143 I TADPMDWS PSNVOKWLLWT 162 



Figure IB 
Prostate Derived Ets Factor 



901 A 1 j AGC AC C AAT AC CGGCTGCC CCC CATGGGCAAGOrCTTC C AGGAGCTGGCGGGCAAGG A 960 
163 EHOYRL PPMGKAFQELAGKE 182 



961 g2tgtgcgccatgtcggaggagcagttccgccago:ct 1020 

183 LCAMSEEOFRORSPLGGDVL 202 



1021 Q:ACG3CCACCTGGACATCTGGAAGTCA:x:C<X:CTC<;ATGA^ 108 0 

203 HAHLDIWK SAAWMKERTSPG 222 



1031 G 3CGATTC ACT ACTGTGC C TCGAC CAGT 1 3AGG AGAGCT I G3 AC C 1 3AC AGCGAGGTGGACTC 1140 
223 AIHYCASTSEESWTDSEVDS 242 



1141 ATCATO2TCCGGC<:AGCCCATCCACCT3TGGCAGTTC 12 00 

243 3 C S G Q P I HLWQFLKELLLKP 262 



1201 CO ACAG2TATG ^CCGCTTC ATTAGGTG3CTCAACAAGGAGAAG SGCATCTTC AAAATTGA 12 60 
263 HSYGRF I RWLNKEKGIFKIE 232 



1261 GGACTCAGCCCAGGTGGCCCGGCTCTGG<3^^ 13 2 0 

283 DSAQVARLWGI RKNRPAMNY 302 



1321 CG AC AAGCTGAGCCGC TCC ATC CGCC AGT ATT AC AAGAAGGG 2 ATC ATCCGGAAGCCAGA 13 80 
303 DKLSRS IRQYYKK G I I R K P D 322 



1381 CATCTCCCAGCGCCTCGTCTACCAGTTCGTGCAC^ 1440 
323 ISQRLVYQF V H P I * 336 



1441 TGAAACCCGCCCTCAGGGGCCTCTCTCCTGCCT^ 1500 



1501 GGG3AAAACGGGCAGTCTGCTCTGCT02TCTGACCT^ 1560 



1561 GCAACCAACT<X:CCCAGGGGGATAT<X*3TCCTC 1620 



1621 GTG<2TTCCTCCTCAGGCCCAGCTGCTCCCCTGGA 1680 



1681 CAACACCTGCCTCTGACCCCAGCAT^^ 1740 



1741 ACAAAGGCCACAGGCAGTCCAGGCCTCTCTCTC<?TC 1800 



Figure 1C 
Prostate Derived Ets Factor 



1801 CCACACCTGGCATGGTGCAGGGAGACATCT^ I860 
1861 C CCGGG AATGGATAAT AAAGAT ACT AG AG AACTG 1894 
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Figure 11 



